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RESULT 1 
LOCUS 

DEFINITION 

ACCESSION 

NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 



TITLE 
JOURNAL 

FEATURES 

source 



gene 
CDS 



: Comparison to SEQ ID NO: 4 (Qy) 
AF012536 1180 bp mRNA 

Homo sapiens decoy receptor 1 (DcRl) 
AF012536 
g2338421 



PRI 21-AUG-1997 
mRNA, complete cds . 



human . 

Homo sapiens 

Eukaryotae; mitochondrial eukaryotes; Metazoa; Chordata; 
Vertebrata; Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
Homo. 

1 (bases 1 to 1180) 

Sheridan, J. P. , Marsters, S .A. , Pitti,R.M., Gurney,A. , Skubatch,M., 
Baldwin, D. , Ramakrishnan, L . , Gray,C.L., Baker, K., Wood,W.I., 
Goddard, A.D. , Godowski,P. and Ashkenazi,A. 

Control of TRAIL- induced apoptosis by a family of signaling and 
decoy receptors ^cLAja. % 



BASE COUNT 
ORIGIN 



Science 277 (5327), 818-821 (1997) 
97390509 

2 (bases 1 to 1180) 

Sheridan, J. P. , Marsters, S . A. ,. Pitti f R.M., Gurney,A. , Baldwin, D., 
Ramakrishnan, L. , Gray,C.L., Baker, K. , Wood,W.I., Goddard, A.D. , 
Godowski,P. and Ashkenazi,A. 
Direct Submission 

Submitted (06- JUL-1997) Molecular Oncology, Genentech, 1 DNA Way, 
South San Francisco, CA 94080, USA 

Locat ion/ Qual i f iers 

1. .1180 

/ organ ism= "Homo sapiens" 
/db_xref="taxon: 9606" 
1. .1180 
/gene="DcRl " 
193. .972 
/gene="DcRl " 

/note=" tumor necrosis factor receptor family member; 

inhibits apoptosis induction by TRAI L / Apo2 L " 

/codon_start=l 

/product =" decoy receptor 1" 

/db_xref="PID:g2338422" 
/ 1 rans 1 a t ion= " MARI PKTLKFVWIVAVLLPVLAYS ATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTSPGTPAPAAEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPG 

TPAPAAEETMTTS PGTPAS SHYLS CTI VGI I VLI VLL I VFV " 
338 a 326 c 298 g 218 t 



Query Match 100.0%; 
Best Local Similarity 100.0%; 
Matches 1180; Conservative 



Score 1180; DB 22; 
Pred. No. 0.00e+00; 
0 ; Mismatches 0 ; 



Length 1180; 



Indels 



0 ; Gaps 0 ; 



Db 1 GCTGTGGGAACCTCTCCACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGA 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Qy 1 GCTGTGGGAACCTCTCCACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGA 60 



F 



Db 61 GTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGAC 120 

I II II I II II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 M II 1 1 1 1 M I II I M 1 1 1 II 1 1 1 1 1 

Qy 61 GTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGAC 120 

Db 121 AGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTC 180 

I II 1 1 II 1 1 II I II M 1 1 1 II I I II I M II 1 1 1 M 1 1 1 1 1 1 1 II 1 1 MM M 1 1 1 1 II I 

Qy 121 AGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTC 180 
Db 181 GGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCG 240 

MM III MM II M 1 1 1 II I M II Ml Mill III I III llllll I 1 1 1 1 1 II III I 

Qy 181 GGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCG 240 
Db 241 GTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAG 300 

1 1 M 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 Ml II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 241 GTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAG 300 
Db 301 CAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGA 360 

M II M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 1 M II I II II II 1 1 1 1 1 II 1 1 1 1 M 1 1 1 1 

Qy 3 01 CAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGA 360 
Db 361 TCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACC 420 

I M 1 1 III I MM 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II I II II 1 1 1 M I II 1 1 1 II I II 1 1 1 1 1 II I 

Qy ' 361 TCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACC 420 
Db 421 AACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAA 480 

1 1 1 1 1 M II I II 1 1 1 1 1 1 II I II 1 1 1 M I II 1 1 1 1 1 1 1 II II 1 1 II 1 1 III I II 1 1 1 1 II 

Qy 421 AACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAA 480 
Db 481 CATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTC 540 

II II I II II I III II II I II II II I II 1 1 1 Ml M 1 1 1 1 M I II I II II 1 1 1 M 1 1 1 II I 

Qy 481 CATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTC 540 
Db 541 CGGAATGAAAACTCCCC AGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTC 600 

III II II III II II 1 1 1 1 II 1 1 1 IM II II I II III II 1 1 1 III 1 1 MM 1 1 1 II M I 

Qy 541 CGGAATGAAAACTCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTC 600 
Db 601 CAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAAT 660 

II II I M 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M 1 1 II 1 1 II 1 1 1 1 I II I II I II 1 1 M 1 1 1 1 1 1 

Qy 601 CAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAAT 660 
Db 661 GCCACTGTGGAAACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCC 720 

Ml MM II MIIIMI II .MM MMMMMMMMMI IMMMIII 

Qy 661 GCCACTGTGGAAACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCC 720 
Db 721 C CAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGC CCCAGCTGCTGAAGAG 780 

II I II IMIMI II 1 1 IM II II III lllllll II 1 1 1 1 1 MM I llllll 1 1 III M 

Qy 721 CCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAG 780 
Db 781 ACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGC 840 

I II 1 1 MIIIMI I II I MIMI 1 1 1 II 1 1 IMM II III IIMIMI llllll II 1 1 M 

Qy 781 ACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGC 840 
Db 841 CCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCC 900 

IMIMIMIIIII Mill III III MIIIIMMIMIIIIIII MINI lllllll II 

Qy 841 CCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCC 900 



Db 901 TCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATT 960 

II II 1 1 II II II III I MINIMUM III I II II II I II II I 1 1 I II II II III 

Qy 901 TCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATT 960 
Db 961 GTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGT 1020 

III MM ill I III III II I II III III II I III III MM III III II III II LI MM 

Qy 961 GTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGT 1020 
Db 1021 AGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGT 1080 

II I II III 1 1 II I II III II I II III II III I h 1 1 II II III II MM III llllll 

Qy 1021 AGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGT 1080 
Db 1081 TCCCACAGACAGAAACGCCTGCCCCTGCCCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1140 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 

Qy 1081 TCCCACAGACAGAAACGCCTGCCCCTGCCCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1140 
Db 1141 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1180 

1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 

Qy 1141 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1180 



RESULT 3: Comparison to SEQ ID NO: 4 (Qy) 

LOCUS AF016267 1388 bp mRNA PRI 16-OCT-1997 

DEFINITION Homo sapiens TRAIL receptor 3 mRNA, complete cds . 

ACCESSION AF016267 

NID g2529564 

KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 1388) 

AUTHORS Schneider, P. , Bodmer , J. -L . , Thome , M. , Holler, N. , Hofmann,K. and 
Tschopp, J. 

TITLE Characterization of two receptors binding TRAIL 

JOURNAL FEBS Lett. (1997) In press 
REFERENCE 2 (bases 1 to 1388) 

AUTHORS Schneider, P. , Bodmer, J. -L. , Thome, M. , Holler, N. , Hofmann,K. and 

Tschopp, J. 
TITLE Direct Submission 

JOURNAL Submitted (28- JUL- 1997) Institute of Biochemistry, University of 
Lausanne, Chemin des Boveresses 155, Epalinges, VD 1066, 
Switzerland 
FEATURES Location/Qualifiers 
source 1. .1388 

/organism="Homo sapiens" 
/db_xref = " taxon : 9606 " 
/dev_stage= " fetal " 
/tissue_type="liver and spleen" 
CDS 188. .967 

/function= "binds cytotoxic ligand TRAIL" 
/note="DR4 homolog; contains no intracellular domain" 
/codon_start=l 
/product = "TRAIL receptor 3" 
/db_xref="PID:g2529565" 
/ trans 1 at ion=: " MAR I PKTLKFVWI VAVLLPVLAYS ATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNVNSPEMCRKCSRCPSGEVQVSNCTSWDDIQC^EFGANATVE 
TPAAEETMNTS PGTPAPAAEETMNTS PGT PAPAAEETMTTS PGTPAPAAEETMTT S PG 
TPAPAAEETMTTS PGTPAS SHYLS CTI VG 1 1 VL I VLL I VFV " 
BASE COUNT 331 a 415 c 368 g 274 t 

ORIGIN 



Query Match 92.0%; Score 1086; DB 22; Length 1388; 

Best Local Similarity 99.7%; Pred. No. 0.00e+00; 

Matches 1094; Conservative 0; Mismatches 2; Indels 1; Gaps 1; 
Db 13 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 72 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 17 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 76 

Db 73 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGG - AACTCTGGGGACAGAGCGCCCCGGCCGC 131 

1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 : 1 1 1 1 1 M 1 1 1 I I III 1 1 II INI III III II II I II I II 

Qy 77 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 136 



Db 132 CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 191 



1 







I 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 !! 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 

II II II II 1 1 II II II II 1 II II II II I 1 1 1 1 II 1 1 II 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


137 


CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 


196 


Db 


192 


CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 


251 






1 I 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 i 1 I 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 II II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 




Qy 


197 


CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 


256 


Db 


252 


TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCGCCAGCAGACAGTGGCCCCAC 


311 






1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 t 1 1 1 1 1 1 1 1 
1 II 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 II 




Qy 


257 


TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 


316 


Db 


312 


AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 


371 






1 I 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 II 1 II 1 II 1 II 1 1 1 1 11 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


317 


AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 


376 


Db 


372 


ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 


431 






1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 It 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II II 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


377 


ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 


436 


Db 


432 


AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 


491 






1 1 1 1 1 i 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 II 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 




Qy 


437 


AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 


496 


Db 


492 


CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGTTAACTCCC 


551 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 i 1 1 1 1 1 1 1 1 E 1 1 E 1 1 1 1 1 1 1 i 1 1 1 
1 1 1 1 I M 1 1 1 1 1 1 1 1 1 1 I 1 E 1 1 1 1 1 1 I 1 1 1 1 1 t E 1 1 1 1 1 1 1 1 1 E 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 




Qy 


497 


CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAACTCCC 


556 


Db 


552 


CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 


611 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 IE 1 1 1 1 1 1 I 1 E 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I ! 1 1 1 1 1 1 t 1 1 I 1 
1 1 II 1 II 1 II 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I 




Qy 


557 


CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 


616 


Db 


612 


CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 


671 






1 1 1 1 1 IE 1 t 1 1 1 t 1 1 1 1 1 1 1 1 1 1 1 1 1 1 t 1 t 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 II 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 




Qy 


617 


CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 


676 


Db 


672 


CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 


731 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 I 1 ! 1 1 1 I 1 1 1 i E 1 
1 M 1 1 1 1 1 i 1 1 1 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 




Qy 


677 


CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 


736 


Db 


732 


CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 IE 1 1 1 1 1 1 1 1 1 1 1 E 1 M J 1 1 1 1 1 1 1 II 1 1 1 1 1 


791 


Qy 


737 


1 1 1 M 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 II 1 II 1 1 I I I II II 1 | | | | | | 1 | | | | | | | | | 
CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 


796 


Db 


792 


CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCC 


851 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 M 1 M 1 1 1 M 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I 1 1 1 I I 1 M 




Qy 


797 


CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCC 


856 


Db 


852 


CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 


911 






llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 




Qy 


857 


CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 


916 


Db 


912 


CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 


971 






I 1 . 1 1 1 1 1 1 l M 1 1 1 1 ill I I l 




Qy 


917 


CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 


976 



Db 972 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1031 

III llllll lllllllll III I IIIIIIIIIIIMI IIIIIIIIIIMIIMIIIII III 

Qy 977 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1036 

Db 1032 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1091 

lllllllll lllllllllllllll MIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Qy 1037 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1096 



Db 1092 GCCTGCCCCTGCCCCAA 1108 

I I I I I I I II I I I I I I I 
Qy 1097 GCCTGCCCCTGCCCCAA 1113 



RESULT 1: Comparison to SEQ ID NO: 2 (Qy) 

LOCUS AF012536 1180 bp mRNA PRI 21-AUG-1997 

DEFINITION Homo sapiens decoy receptor 1 (DcRl) mRNA, complete cds . 
ACCESSION AF012536 
NID g2338421 
KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryotae; mitochondrial eukaryotes; Metazoa; Chordata; 
Vertebrata; Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
Homo. 

REFERENCE 1 (bases 1 to 1180) 

AUTHORS Sheridan, J. P. , Marsters , S . A. , Pitti,R.M. # Gurney,A. , Skubatch,M. , 

Baldwin,D., Ramakrishnan, L . , Gray,C.L., Baker, K. , Wood, W. I., 

Goddard, A.D. , Godowski,P. and Ashkenazi,A. 
TITLE Control of TRAIL- induced apoptosis by a family of signaling and 

decoy receptors 
JOURNAL Science 277 (5327) , 818-821 (1997) 
MEDLINE 97390509 
REFERENCE 2 (bases 1 to 1180) 

AUTHORS Sheridan, J. P. , Marsters , S .A. , Pitti,R.M., Gurney,A., Baldwin, D. , 

Ramakrishnan, L. , Gray,C.L., Baker, K. , Wood, W. I., Goddard, A.D. , 

Godowski,P. and Ashkenazi,A. 
TITLE Direct Submission 

JOURNAL Submitted (06- JUL- 1997) Molecular Oncology, Genentech, 1 DNA Way, 
South San Francisco, CA 94080, USA 
FEATURES Location/Qualifiers 
source 1. .1180 

/organism="Homo sapiens" 
/db_xr e f = " t axon : 9 6 0 6 " 
gene 1. .1180 

/gene="DcRl n 
CDS 193. .972 

/gene="DcRl M 

/note=" tumor necrosis factor receptor family member; 

inhibits apoptosis induction by TRAIL/Apo2L" 

/codon_start=l 

/product = "decoy receptor 1" 

/db_xref="PID:g2338422" 
/trans 1 a t ion= " MARI PKTLKFWVI VAVLLPVLAYS ATTARQEE VPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTS PGTPAPAAEETMNTS PGTPAPAAEETMTTS PGT PAPAAEETMTTS PG 

TPAPAAEETMTTS PGTPAS SHYLS CTI VG 1 1 VL I VLL I VFV " 
BASE COUNT 338 a 326 c 298 g 218 t 

ORIGIN 



Query Match 100.0%; Score 1180; DB 22; Length 1180; 

Best Local Similarity 100.0%; Pred. No. 0.00e+00; 

Matches 1180; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Db 1 GCTGTGGGAACCTCTCCACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGA 60 

I- II I II II II I II II 1. 1 Mil IIIIMII MM Mill 1 1 II I II II I II li III I II 

Qy 1 GCTGTGGGAACCTCTCCACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGA 60 



Db 


61 


GTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGAC 


120 






i i i i i i i i i i < i i i i i i i i t i i i i i i i i i i i i i i > i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 M 1 1 1 1 




Qy 


61 


GTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGAC 


120 


Db 


121 


AGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTC 


180 






i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i t i i i i i i i 

1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 




Qy 


121 


AGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTC 


180 


Db 


181 


GGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCG 


240 






i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i t i t i i i i i i 
1 1 1 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 I I 




Qy 


181 


GGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCG 


240 


Db 


241 


GTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAG 


300 






i i i i i i i i i t i i i i i \ i i i i i i ( i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 




Qy 


241 


GTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAG 


300 


Db 


301 


CAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGA 


360 






i i i i t i t t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 I I I I 




Qy 


301 


CAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGA 


360 


Db 


361 


TCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACC 


420 






i i i i i i i t i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i j i i i i i i i i i i i i i 
1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I 




Qy 


361 


TCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACC 


420 


Db 


421 


AACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAA 


480 






t i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


421 


AACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAA 


480 


Db 


481 


CATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTC 


540 






i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i ■ ■ ■ ■ ■ i i i i 
1 M 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


481 


CATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTC 


540 


Db 


541 


CGGAATGAAAACTCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTC 


600 






i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 M 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


541 


CGGAATGAAAACTCC CCAGAGATGTGC CGGAAGTGTAGCAGGTGCCCTAGTGGGG7UVGTC 


600 


Db 


601 


CAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAAT 


660 






i i i i i i t i i i i i i i i i i i < i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i i < i i i i i i i 

1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


601 


CAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAAT 


660 


Db 


661 


GC CACTGTGGAAAC C CC AGCTGCTGAAGAGACAATGAACACCAGCC CGGGGACTCCTGCC 


720 






i i i i i i i t i i i i t i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


661 


GCCACTGTGGAAACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCC 


720 


Db 


721 


CCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAG 


780 






i i i i i t i i i i i i i i i i i i i i i t i i i i i i i i i i i i i i t i i i i i i i i i i i i i i i i i i i i i i i 
1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I I I I I I I | I | | | | | | | || | | | | | | | | | | | 




Qy 


721 


CCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAG 


780 


Db 


781 


ACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGC 


840 






IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 




Qy 


781 


ACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGC 


840 


Db 


841 


CCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCC 


900 






llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 




Qy 


841 


CCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCC 


900 



Db 


901 


Qy 


901 


Db 


961 


Qy 


961 


Db 


1021 


Qy 


1021 


Db 


1081 


Qy 


1081 


Db 


1141 


Qy 


1141 



TCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATT 960 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

TCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATT 960 
GTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGT 102 0 

IIIMMIIIIIMMIIIIIIIIMIIIIIIIIIIIIMIMIIIIIIMIMIIIIII 

GTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGT 102 0 
AGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGT 1080 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

AGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGT 1080 
TCCCACAGACAGAAACGCCTGCCCCTGCCCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1140 

IIIMMIMIIIIMMIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

TCCCACAGACAGAAACGCCTGCCCCTGCCCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1140 



II III III I III II II I Mill MM II I II II II I U 



RESULT 3: Comparison to SEQ ID NO: 2 (Qy) 

LOCUS AF016267 1388 bp mRNA PRI 16-OCT-1997 

DEFINITION Homo sapiens TRAIL receptor 3 mRNA, complete cds . 

ACCESSION AF016267 

NID g2529564 

KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates ; Catarrhini ; Hominidae ; Homo . 
REFERENCE 1 (bases 1 to 1388) 

AUTHORS Schneider, P. , Bodmer , J . -L . , Thome ,M., Holler, N. , Hofmann,K. and 
Tschopp, J. 

TITLE Characterization of two receptors binding TRAIL 

JOURNAL FEBS Lett. (1997) In press 
REFERENCE 2 (bases 1 to 1388) 

AUTHORS Schneider, P. , Bodmer , J . -L . , Thome, M. , Holler, N., Hofmann,K. and 

Tschopp, J. 
TITLE Direct Submission 

JOURNAL Submitted (28- JUL-1997) Institute of Biochemistry, University of 
Lausanne, Chemin des Bover esses 155, Epalinges, VD 1066, 
Switzerland 
FEATURES Location/Qualif iers 

source 1. .1388 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/dev_stage= " fetal " 
/tissue_type=" liver and spleen" 
CDS 188. .967 

/function= "binds cytotoxic ligand TRAIL" 
/note="DR4 homolog; contains no intracellular domain" 
/ codon_start=l 
/product=" TRAIL receptor 3" 
/db_xref="PID:g2529565" 
/translation " MAR I PKTLKFVVVI VAVLLPVLAYS ATTARQEEVPQQTVAPQQQ 
RHSFKGEE CPAGSHRS EHTGACNPCTEGVDYTNASNNE PS CFPCTVCKSDQKHKS S CT 
MTRDWCQCKEGTFRNWSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTSPGTPAPAAEETMNTSPGTPAPAAEETMTTSPGTPAP7VAEETMTTSPG 
TPAPAAEETMTTSPGTPASSHYLSCTIVGIIVLIVXjLIVFV" 
BASE COUNT 331 a 415 c 368 g 274 t 

ORIGIN 



Query Match 92.0%; Score 1086; DB 22; Length 1388; 

Best Local Similarity 99.7%; Pred. No. 0.00e+00; 

Matches 1094; Conservative 0; Mismatches 2; Indels 1; Gaps 1; 

Db 13 CACGCGCACGAACTCAGC CAACGATTTCTGATAGATTTTTGGGAGTTTGAC CAGAGATGC 72 

I I I I II I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I 
Qy 17 CACGCGCACGAACTCAGC CAACGATTTCTGATAGATTTTTGGGAGTTTGAC CAGAGATGC 76 

Db 73 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGG-AACTCTGGGGACAGAGCGCCCCGGCCGC 131 

III II II I I III I I I II I I I II II! I I I II lllllllll I I I I I I I I I I I I I II II I 

Qy 77 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 136 



Db 132 CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 191 



I II I II 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M I II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 137 CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 196 
Db 192 CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 251 

1 1 1 1 1 1 1 1 II M I 1 1 II I II I 1 1 1 1 1 1 1 1 1 1 ' 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 197 CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 256 

Db 252 TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 311 

I I I I I I I I I I I I I I I I II I I I ! I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Qy 257 TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 316 

Db 312 AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 3 71 

1 1 ,11 I II II III II III 1 1 1 II I II II 1 1 II 1 1 II I II I II III I II MM! 1 1 1 1 1 

Qy 317 AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 3 76 
Db 3 72 ATACTGGAGC CTGTAAC CCGTGC ACAGAGGGTGTGGATTAC AC CAACGCTTC CAACAATG 431 

I M M 1 1 1 II 1 1 II I II 1 1 1 1 1 1 1 II II 1 1 1 1 II 1 1 1 1 II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 3 77 ATACTGGAGC CTGTAAC CCGTGC ACAGAGGGTGTGGATTACAC CAACGCTTC CAACAATG 436 
Db 432 AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 491 

Mill III lllllllllllll I II II! Ml lllllllllllll llllll III III IIIM 

Qy 437 AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 496 
Db 492 CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGTTAACTCCC 551 

I II Mill II II I II M II 1 1 M III I I II IIIM 1 1 1 II 1 1 1 1 llllll I MIMI 

Qy 497 CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCAC CTTC CGGAATGAAAACTCC C 556 
Db 552 CAGAGATGTGCCGGAAGTGTAGCAGGTGC CCTAGTGGGGAAGTC CAAGTCAGTAATTGTA 611 

I II I II I II II M 1 1 1 1 1 1 1 1 1 II 1 1 1 M M II II I II I II 1 1 1 M I II 1 1 1 II I II I 

Qy 557 CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 616 
Db 612 CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 6 71 

II Ml I II Mill III II 1 1 1 1 1 1 II II 1 1 IMIMI II I II III III 1 1 MM 1 1 1 1 

Qy 617 CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 676 
Db 672 CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 731 

I MM III II III M II 1 1 1 1 1 1 1 III III Mill I II II II I II MM II II Ml II I 

Qy 677 CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 736 
Db 732 CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 791 

1 1 1 1 1 II I II I II I Ml II II 1 1 1 1 1 1 1 II II 1 1 1 1 1 II I II M 1 1 1 1 1 II 1 1 M 1 1 II 

Qy 737 CAATGAAC AC CAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGAC CACCAGC C 796 
Db 792 CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCC 851 

Mill I II II Ml M II II I II I III 1 1 II Mill Mill III llllll II M Ml III 

Qy 797 CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGAC CACCAGC CCGGGGACTCCTGCCC 856 
Db 852 CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 911 

1 1 II I MM III I II 1 1 II I II II MM II MM I II III IIIM II llllll I M I 

Qy 857 CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 916 
Db 912 CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 971 

II III I II II III M III 1 1 II 1 1 Ml M I Mill 1 1 1 II II I II III I II 1 1 1 1 1 I . 

Qy 917 CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 976 



Db 972 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1031 

I | | | I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Qy 977 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1036 

Db 1032 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1091 

II III 1 1 1 1 III II II 1 1 ill II I lllill Ml 1 1 II 1 1 II II III II 1 1 1 II 1 1 i II I 

Qy 103 7 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1096 
Db 1092 GCCTGCCCCTGCCCCAA 1108 

INI lllill INI I 

Qy 1097 GCCTGCCCCTGCCCCAA 1113 

t 



RESULT 2 
LOCUS 

DEFINITION 

ACCESSION 
NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 

TITLE 
JOURNAL 

FEATURES 

source 



gene 
CDS 



BASE COUNT 
ORIGIN 



: Comparison to SEQ ID NO: 4 (Qy) 

AF033854 1377 bp mRNA PRI 27-N0V-1997 

Homo sapiens lymphocyte inhibitor of TRAIL (LIT) mRNA, complete 
cds . 

AF033854 
g2645841 

human . 

Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 1377) 

Mongkolsapaya, J. , Cowper,A., Xu,X., Morris, G., McMichael, A. J. , 
Bell, J. I. and Screaton, G . R . 

Lymphocyte inhibitor of TRAIL: A new receptor protecting 

lymphocytes from the death ligand TRAIL 

J. Immunol. (1997) In prooo ■■ feflfry. $-6.-^,1, fftX 

2 (bases 1 to 1377) 1 1 
Mongkolsapaya, J. , Cowper,A., Xu,X., Morris, G. , McMichael, A.J. , 
Bell, J. I. and Screaton, G . R . 

Direct Submission 

Submitted (10-NOV-1997) Immunology, Institute of Molecular 
Medicine, John Radcliffe Hospital, Headington, Oxford 0X3 9DS, UK 

Location/Qualifiers 

1. .1377 

/organism="Homo sapiens" 

/ db_xr e f = » t axon : 9 6 0 6 " 

/eel l_type= " lymphocyte " 

1. .1377 

/gene="LIT" 

177. .956 

/gene="LIT" 

/function=" TRAIL receptor" 

/note="TNF receptor family member; lacks a cytoplasmic 
domain" 

/codon_start=l 

/product=" lymphocyte inhibitor of TRAIL" 

/db_xref="PID:g2645842" 
/ trans la tion= "MARIPKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDWCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTSPGTPAPAAEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPG 

TPAPAAEETMTTS PGTPAS SHYLS CTIVGIIVLIVLL I VFV " 
335 a 409 c 365 g 268 t 



Query Match 93.0%; Score 1097; DB 22; Length, 1377; 

Best Local Similarity 100.0%; Pred. No. 0.00e+00; 

Matches 1097; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Db 1 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 60 

IIIIIIMM lllllll III III lllllll lllllll Ml llllllllll III MM II! 

Qy 17 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 76 

Db 61 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 120 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

?UVGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 136 



Qy 


77 


AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 


136 


Db 


121 


CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 


180 






II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 M II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1 ' 1 1 1 1 1 1 < ■ 1 1 1 1 1 1 ■ 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 J 1 1 1 1 I 1 I I I I I I I I I I I 1 1 




Qy 


137 


CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATGG 


196 


Db 


181 


CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 


240 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

■ ■ ■ i i i i ■ ■ ■ < • i ■ i i i * i i i i i i i i i i i i i i i i i i i i i i i i i i i i t i i i i i i i i i i i i i 




Qy 


197 


CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTCC 


256 


Db 


241 


TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 


300 






1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


257 


TAGCTTACTCTGCCACCACTGC CCGGCAGGAGGAAGTTCC CCAGCAGACAGTGGCCC CAC 


316 


Db 


301 


AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 


360 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 




Qy 


317 


AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 


376 


Db 


361 


ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 


420 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


377 


ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 


436 


UD 


A O 1 


TV TV /^^^^n^l ^P^P^t / p tl 1 II 1 1^1 ^1^1 TV fTt/^l^Tl TV TV /™t f 1 11 I im^lmTV TV TV ^n^i TV ^% TV rtTT^I TV TV TV TV TV /""* TV l^n TV TV Tfc T* 1 ■ n ■ |/s/*im/^ 

AACCTTCTTGCTTCCCATGTACAGT 


480 






1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1'l 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II, 1 1 1 M 




Qy 


437 


AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 


496 


UD 


481 


CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAACTCCC 


540 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

,,,, ' ,,,,,,,l, lll''''l'llllllrlll||IIIIIIIIII|||||||l|l|||[| 




Qy 


497 


CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAACTCCC 


556 


UD 


C A *1 

541 


CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 


600 






M 1 1 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M || 1 1 




Qy 


557 


CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 


616 


DD 


601 


CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 


660 






Mill lllllllllllll llllll Ml IMIIIMIIIIIIIIIIIIII MIMIIIIII 




Qy 


617 


CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 


676 


JJU 


DOi 


L AU Llbti tjAALj AtjAL AA 1 (aAAL AL L A(j LLC GGGGAC T C C TGC C C CAGC TG C TGAAGAGA 


720 






1 M 1 M M 1 1 1 M M 1 1 M 1 M M 1 1 M M M II Ml 1 1 M M M M M M M 1 1 M Ml 




Qy 


677 


CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 


736 


UD 




CAATGAACACCAGCCCAGGGACT C CTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 


780 






II II II 1 II 1 II 1 1 1 1 1 1 II 1 1 1 II 1 II II 1 1 1 1 1 1 II 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 




Qy 


737 


CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 


796 


Db 


781 


CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCC 


840 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 . 1 1 1 1 1 M 1 1 1 1 1 1 II 1 II 1 1 




Qy 


797 


CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCC 


856 


Db 


841 


CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 


900 






1 II MIIIMIIIII III i Mllll IIMII MM I'll II II II' 




Qy 


857 


CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 


916 



Db 


901 


Qy 


917 


Db 


961 


Qy 


977 


Db 


1021 


Qy 


1037 


Db 


1081 


Qy 


1097 



CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 960 

1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 976 
CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1020 

M I II Mi Ml II I , I MIT II 1 III llllll, II, !M I II I! II II I I, II, ,11 

CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1036 
CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1080 

1 1 II M M II I , M IM I , M 1 1. 'II'IIMI I , I, II M 1 1 II 1 1 M Ml III 

CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1096 

GCCTGCCCCTGCCCCAA 1097 

I I I I I I I I I I I I I I , I I 
GCCTGCCCCTGCCCCAA 1113 



RESULT 2: Comparison to SEQ ID NO: 2 (Qy) 

LOCUS AF033854 1377 bp mRNA PRI 27-NOV-1997 

DEFINITION Homo sapiens lymphocyte inhibitor of TRAIL (LIT) mRNA, complete 
cds . 

ACCESSION AF033854 
NID g2645841 
KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 13 77) 

AUTHORS Mongkolsapaya, J. , Cowper,A. , Xu,X. , Morris, G., McMichael, A. J. , 

Bell, J. I. and Screaton,G.R. 
TITLE Lymphocyte inhibitor of TRAIL: A new receptor protecting 

lymphocytes from the death ligand TRAIL 
JOURNAL J. Immunol. (1997) In press 
REFERENCE 2 (bases 1 to 1377) 

AUTHORS Mongkolsapaya, J. , Cowper,A. , Xu,X., Morris, G. , McMichael , A. J. , 

Bell, J. I. and Screaton, G.R. 
TITLE Direct Submission 

JOURNAL Submitted (10 -NOV- 1997) Immunology, Institute of Molecular 

Medicine, John Radcliffe Hospital, Headington, Oxford 0X3 9DS, UK 
FEATURES Locat ion/Qual i f ier s 

source l. .1377 

/organism="Homo sapiens" 
/db_xref = " taxon : 96 06 " 
/cell_type=" lymphocyte" 
gene l. .1377 

/gene="LIT" 
CDS 177. .956 

/gene="LIT" 

/function= "TRAIL receptor" 

/note="TNF receptor family member; lacks a cytoplasmic 
domain" 

/codon_start=l 

/product=" lymphocyte inhibitor of TRAIL" 
/db__xref = " PID : g264 5842 " 
/ 1 ran s 1 a t i on = " MAR I PKTLKFVWI VAVLLPVLAYS ATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTSPGTPAPAAEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPG 
TPAPAAEETMTTS PGTPAS SHYLS CT I VG 1 1 VL I VLL I VFV " 
BASE COUNT 335 a 409 c 365 g 268 t 

ORIGIN 



Query Match 93.0%; Score 1097; DB 22; Length 13 77; 

Best Local Similarity 100.0%; Pred. No. 0.00e+00; 

Matches 1097; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Db 1 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 60 

MIIIIIIIIIIMIIIIIIIIMIIIMMIIIIIIIMIMIIIIIIMIIIIIIIII 

Qy 17 CACGCGCACGAACTCAGCCAACGATTTCTGATAGATTTTTGGGAGTTTGACCAGAGATGC 76 



61 AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 120 



Qy 


77 


Db 


121 


Qy 


137 


Db 


181 


Qy 


197 


Db 


241 


Qy 


257 


Db 


301 


Qy 


317 


DD 


361 


Qy 


377 


DO 


4zl 


Qy 


437 


Db 


481 


Qy 


497 


Db 


541 


Qy 


557 


UD 


601 


Qy 


617 


JJD 


ool 


Qy 


677 


Db 


721 


Qy 


737 


Db 


781 


Qy 


797 


Db 


841 


Qy 


857 



I Ml II II M IM M II MMMMII MI IIMIMM IIIIMI 

AAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGGCCGC 136 



MIMIIM MM M IIMMMIMIMMMMMIMMMMMMM MMMI 

CTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACCATG* 

CCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCAGTC( 
I I M I I I I M I I I I I I I I I I I I I I I I I I II I I I I I I | | | | | | | | | | | | | | | M | | | | | | 



TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 300 

1 1 II II II I II II II I II II II 1 1 I Ml II II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II II 1 1 1 II II I 

TAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCCCCAC 316 
AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 360 

IIIIIIIMIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIIIIMIIIII 

AGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCAGAAC 3 76 

ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 420 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
ATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAACAATG 436 

AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 480 

I M I I I I I I I I I I I I I I M I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I | 
AACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCCTGCA 4 96 

CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAACTCCC 540 
I I I I I I I I I I ' I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I II II I 
CCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAACTCCC 556 

CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCC7UIGTCAGTAATTGTA 6 00 

1 1 1 1 1 1 J 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 1 1 1 j 1 1 1 1 1 f l [ J 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 i 1 1 1 1 1 1 1 

CAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAATTGTA 616 

CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 660 * 

MMM 1 1 M IM M II M i M; II IMM I II I II M IM M MM I : MM M II M 

CGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAAACCC 676 
CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGA 720 

IIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIMIMIIIIIIIIIIIIIIM 

CAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGC C CCAGCTGCTGAAGAGA 736 
CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 780 

IIMIIIMIIIIMMIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 

CAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCC 796 



r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 1 j 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 1 j 1 1 1 j 1 1 1 1 1 1 1 1 1 1 1 j r 1 1 1 1 



CAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 900 

Mill Ml Ml II MIMIMIIMI IIIMIIIIIIMIMIIIIIIIIMI 

CAGCTGCTGAAGAGAC7VATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTACCTCT 916 



Db 901 CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 960 

III I II III 1 1 I II III Ml 1 1 1 1 lllllll 'II II 'MM M II II II 1 1 III I II 

Qy 917 CATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGAAAGA 976 
Db 961 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 102 0 

1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II II II I M I MM MM II II 1 1 1 II I II Ml 1 1 

Qy 977 CTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTCAGGTAGGCGCTGGCTGAGGG 1036 
Db 1021 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1080 

Mill lllllll MMMMMMMMMMIMM IIMIIIIIIIMIIMIM 

Qy 103 7 CGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCTGTGTTCCCACAGACAGAAAC 1096 
Db 1081 GCCTGCCCCTGCCCCAA 1097 

1 1 IM 1 1 1 1 1 1 1 1 1 1 

Qy 1097 GCCTGCCCCTGCCCCAA 1113 



RESULT 4 
LOCUS 

DEFINITION 

ACCESSION 
NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



: Comparison to SEQ ID NO: 4 (Qy) 

AF014794 1365 bp mRNA PRI 13-MAR-1998 

Homo sapiens TNF related TRAIL receptor (TRAIL-R3) mRNA, complete 
cds . 

AF014794 
g2957263 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 1365) 

Degli-Esposti, M. A. , Smolak,P.J., Walczak,H., Waugh,J., Huang,C.P., 
DuBose,R.F., Goodwin, R.G. and Smith, C. A. 

Cloning and characterization of TRAIL- R3 , a novel member of the 
emerging TRAIL receptor family ^J^, (o 



gene 
CDS 



J. Exp. Med. 186 (7), 1165-1170 ?1997) 
97461602 

2 (bases 1 to 1365) 
Degli-Esposti, M. A. 
Direct Submission 

Submitted (15- JUL-1997) Biochemistry, Immunex, 51 University 
Street, Seattle, WA 98101, USA 

Location/Qualif iers 

1. .1365 

/organism= M Homo sapiens" 
/db_xref = " taxon : 9606 " 
/chromosome= " 8 " 
/map="8p22-p21" 
1. .1365 

/ gene = " TRAI L - R3 " 
30. .929 

/gene= " TRAIL -R3 " 
/codon_start=l 

/product="TNF related TRAIL receptor" 

/db_xref="PID:g2957264" 
/trans 1 a t ion= " MQGVKERFLPLGNSGDRAPRPPDGRGRVRPRTQDGVGNHTMAR I 
PKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRSEH 
TGACNPCTEGVDYTNASNNE PS CF PCTVCKSDQKHKS S CTMTRDTVCQCKEGTFRNEN 
SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPA 
AEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPGTPA 

SSHYLSCTIVGIIVLIVLLIVFV" 
332 a 403 c 363 g 267 t 



BASE COUNT 
ORIGIN 



Query Match 89.6%; 
Best Local Similarity 100.0%; 
Matches 1057; Conservative 



Score 1057; DB 22; 
Pred. No. 0.00e+00; 
0; Mismatches 0; 



Length 1365; 



Indels 



0 ; Gaps 0 ; 



Db 14 GGGAGTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGG 73 

IIIIIIIIIIIIIMMIIIIMIIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIII 

Qy 57 GGGAGTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGG 116 



Db 74 GGACAGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGG 133 

llllllll llllllllll MM llllllllllllll llllllllll M lllllllllll! 



1 



Qy 117 GGACAGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGG 176 
Db 134 CGTCGGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGT 193 

II 1 1 1 II II 1 1 1 II I M 1 1 1 1 1 II I II II II I M III II II 1 1 II 1 1 II I II I II II M 

Qy 177 CGTCGGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGT 236 

Db 194 CGCGGTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCC 253 

I I I I I I I: I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I Ml I I I I I I I I I I I I I I 

Qy 23 7 CGCGGTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCC 296 

Db 254 CCAGCAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGC 313 

I I 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 II ' 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 297 CCAGCAGACAGTGGCCCCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGC 356 
Db 314 AGGATCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTA 373 

1 1 M I II 1 1 1 1 M II 1 1 M I II M 1 1 1 1 1 1 1 III I II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II I II II 

Qy 357 AGGATCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTA 416 

Db 374 CACCAACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCA 433 

II I II II I II II I II I I I I II M I I I Ml II Mill III M II II I II I II I I M I I I! 
Qy 417 CACCAACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCA 476 

Db 434 AAAACATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCAC 493 

I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I MM III 1 1 1 II 1 1 1 1 M I II 1 1 1 M 1 1 1 M I M I 

Qy 477 AAAACATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCAC 536 
Db 494 CTTC CGGAATGAAAACTCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGC CCTAGTGGGGA 553 

I II 1 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 MM II II 1 1 II 1 1 M II II 1 1 1 1 1 1 1 1 M II II I 

Qy 537 CTTCCGGAATGAAAACTCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGA 596 
Db 554 AGTCCAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGC 613 

MIMMMMIMM IIIIIIIIIIIIIIIIMII IMMIMII lllllllllllll 

Qy 597 AGTCCAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGC 656 
Db 614 CAATGCCACTGTGGAAACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCC 673 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 657 CAATGCCACTGTGGAAACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCC 716 
Db 674 TGCCCCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGA 733 

IIIIMIIII lllllll IIIIMIIIIIIIIIIIMIMI INI lllllllllllll III 

Qy 717 TGCCCCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGA 776 
Db 734 AGAGACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCAC 793 

1 1 1 II 1 1 1 1 1 1 Ml I II I II II 1 1 II 1 1 II I III Ml 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 M 1 1 M 

Qy 777 AGAGACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCAC 836 
Db 794 CAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCC 853 

1 1 I M II 1 1 II II II I M I II I II II I II II I II II I II II II III 1 1 1 II II III II I 

Qy 837 CAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCC 896 
Db 854 TGCCTCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCT 913 

MM III III lllllll II lllllllllllllllllllllllll III IIIIMIIII III 

Qy 897 TGCCTCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCT 956 
Db 914 GATTGTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGT^AAGGTTC 973 



t 



III lllllllllll MM llllllllllllllilllllllllllllllllllllll MM 

Qy 957 GATTGTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTC 1016 
Db 974 AGGTAGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCT 1033 

1 1 1 1 1 f 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 < 

Qy 1017 AGGTAGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCT 1076 

Db 1034 GTGTTCCCACAGACAGAAACGCCTGCCCCTGCCCCAA 1070 

I I I I I II I I I I I II I I I I I I I I I I I I I I I I I I I I I I 
Qy 1077 GTGTTCCCACAGACAGAAACGCCTGCCCCTGCCCCAA 1113 



RESULT 
LOCUS 

DEFINITION 

ACCESSION 
NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



4 : 



gene 
CDS 



Comparison to SEQ ID NO: 2 (Qy) 
AF014794 1365 bp mRNA PRi 13-MAR-1998 

Homo sapiens TNF related TRAIL recepjtor (TRAIL-R3 ) mRNA, complete 
cds . 

AF014794 
g2957263 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 1365) 

Degli-Esposti,M.A. , Smolak,P.J., Walczak,H. , Waugh,J., Huang, CP., 
DuBose,R.F., Goodwin,R.G. and Smith, C. A. 

Cloning and characterization of TRAIL-R3, a novel member of the 

emerging TRAIL receptor family 

J. Exp. Med. 186 (7), 1165-1170 (1997) 

97461602 

2 (bases 1 to 1365) 
Degl i - Espos t i, M. A. 
Direct Submission 

Submitted (15- JUL-1997) Biochemistry, Immunex, 51 University 
Street, Seattle, WA 98101, USA 

Location/Qualifiers 

1. .1365 

/organism="Homo sapiens" 
/db_xref="taxon: 9606" 
/chromosome= " 8 " 
/map="8p22-p21" 
1. .1365 

/ gene=" TRAIL -R3 " 
30. .929 
/gene =" TRAIL -R3" 
/codon_start=l 

/product ="TNF related TRAIL receptor" 

/db_xref ="PID:g2 957264" 
/ translat ion= " MQGVKERFLPLGNSGDRAPRPPDGRGRVRPRTQDGVGNHTMAR I 
PKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRSEH 
TGACNPCTEGVDYTNASNNEPSCFPCWCKSDQKHKSSCTMTRDTVCQCKEGTFRNEN 
SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPA 
AEETMNTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTP A 

SSHYLSCTIVGIIVLIVLLIVFV" 



BASE COUNT 
ORIGIN 



332 a 403 c 363 g 



267 t 



Query Match 89.6%; Score 1057; DB 22; Length 1365; 

Best Local Similarity 100.0%; Pred. No. 0.00e+00; 

Matches 1057; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Db 14 GGGAGTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTC CTAC CGTTAGGGAACTCTGG 73 

NIIIIIIIIMIMIIMIIIIIIIIIIIIIIIIIIIMIIIIMMIIIIIIIIIMI 

Qy 57 GGGAGTTTGACCAGAGATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGG 116 

Db 74 GGACAGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGG 133 

1 1 IN II II II I Ml Mill II Ml III II II I II Ml IN | Ml I III II II I MINI 



Qy 117 GGACAGAGCGCCCCGGCCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGG 176 
Db 134 CGTCGGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGT 193 

III II! 1 1 1 1 1 1 II I II M II 1 1 II III II MM! II II I III I II 1 1 1 1 1 !i 1 1 II 1 1 

Qy 177 CGTCGGGAACCATACCATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGT 236 
Db 194 CGCGGTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCC 2 53 

M I II 1 1 M 1 1 Ml 1 1 1 1 1 II II II M I II II II I II I! II Ml 1 1 II I II I 1 1 1 1 1 1 1 

Qy 237 CGCGGTCCTGCTGCCAGTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCC 296 
Db 2 54 C C AGCAGACAGTGGCC C CACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGC 313 

1 1 II 1 1 M 1 1 1 1 II II 1 1 1 1 II 1 1 1 M I II I II I II I II 1 1 III 1 1 II II 1 1 M 1 1 1 1 1 1 

Qy 2 97 CC AGCAGACAGTGGCC C CACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGC 356 
Db 314 AGGATCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTA 3 73 

II I II 1 1 1 1 II I II 1 1 1 1 1 1! M II Ml II II II III II 1 1 II I II I! I! 1 1 II 1 1 1 II I 

Qy 357 AGGATCTCATAGATCAGAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTA 416 

Db 374 CACCAACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCA 433 

I I! II I I I I II I I I I M I I I I M II I I I I I I I I I II II I I I II I II I I II I I I II II I I I 

Qy 417 CACCAACGCTTCCAACAATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCA 476 

Db 434 AAAACATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCAC 493 

1 1 II II I II II 1 1 II 1 1 Ml 1 1 II 1 1 1 II II III 1 1 1 1 1 1 II I II Ml I II 1 1 II 1 1 1 

Qy 477 AAAACATAAAAGTTCCTGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCAC 536 
Db 494 CTTCCGGAATGAAAACTCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGA 553 

I III Mill II I II M I Mill I! II II I MM! Ill I Mill II Ml Ml 1 1 II 1 1 1 

Qy 537 CTTCCGGAATGAAAACTC C CCAGAGATGTGCCGGAAGTGTAGCAGGTGCC CTAGTGGGGA 596 
Db 554 AGTC CAAGTCAGTAATTGTACGTC CTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGC 613 

II! II II II III II I II 1 1 II II I II M 1 1 II Ml M I Mill II I II II 1 1 M III I II 

Qy 597 AGTCCAAGTCAGTAATTGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGC 656 
Db 614 CAATGCCACTGTGGAAAC C CCAGCTGCTGAAGAGACAATGAACACCAGCC CGGGGACTCC 673 

1 1 II M II I II I II I! 1 1 II 1 1 1 II II 1 1 II III II 1 1 M Ml 1 1 II II II M Ml I II 

Qy 657 CAATGCCACTGTGGAAAC C CCAGCTGCTGAAGAGACAATGAACAC CAGCC CGGGGACTCC 716 
Db 674 TGCCCCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGA 733 

II MM 1 1 1 1 1 1 II Ml I Ml III II Ml I MIMMMIMM 1 1 1 II IMM 1 1 II 

Qy 717 TGCCCCAGCTGCTGAAGAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGA 776 
Db 734 AGAGACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCAC 793 

II I MIMI Mill I II M II 1 1 MM M III MIIIMI MM I III II 1 1 1 MM I II 

Qy 777 AGAGACAATGACCACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCAC 836 
Db 794 CAGCC CGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCC 853 

II III I II 1 1 M II Ml I M II III 1 1 Ml 1 1 lllllll I III I M II 1 1 IM 1 1 1 M M 

Qy 837 CAGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCAC CAGCC CGGGGACTCC 896 
Db 854 TGCCTCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCT 913 

1 1 II II 1 1 1 II I II 1 1 1 1 II I M II M 1 1 M II 1 1 1 1 1 MM II I II II II M 1 1 1 1 1 

Qy 897 TGCCTCTTCTCATTACCTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCT 956 
Db 914 GATTGTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTC 973 







1 1 1 I 1 E 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I i I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 I M M I 1 1 1 II 1 II II II 1 II 1 1 t 1 M 1 1 1 1 M 1 II 1 1 1 II 1 I 1 1 1 1 1 1 1 1 1 1 1 1 II I 1 




Qy 


957 


GATTGTGTTTGTTTGAAAGACTTCACTGTGGAAGAAATTCCTTCCTTACCTGAAAGGTTC 


1016 


Db 


974 


AGGTAGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCT 


1033 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


1017 


AGGTAGGCGCTGGCTGAGGGCGGGGGGCGCTGGACACTCTCTGCCCTGCCTCCCTCTGCT 


1076 


Db 


1034 


GTGTTCCCACAGACAGAAACGCCTGCCCCTGCCCCAA 1070 








1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 : 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 ! 




Qy 


1077 


GTGTTCCCACAGACAGAAACGCCTGCCCCTGCCCCAA 1113 





RESULT £ 
LOCUS 

DEFINITION 

ACCESSION 
NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 

TITLE 
JOURNAL 



FEATURES 

source 



gene 



CDS 



: Comparison to SEQ ID NO: 2 (Qy) 

AF020502 900 bp mRNA PRI 28-SEP-1997 

Homo sapiens cytotoxic TRAIL receptor- 3 (TRAIL-R3) mRNA, complete 
cds . 

AF020502 
g2443819 

human . 

Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini ; Hominidae; Homo. 

1 (bases 1 to 900) 

MacFarlane , M . , Ahmad , M . , Srinivasula , S . M . , Fernandes -Alnemri , T . , 
Cohen, G.M. and Alnemri, E.S. 

Identification and Molecular Cloning of Two Novel Receptors for the 
Cytotoxic ligand TRAIL 

J. Biol. Chem. (1997) ^Sir-presT Qtk- W , Z7 Z 0<\ J 1 <~?~T£> ' 

2 (bases 1 to 900) 

MacFarlane, M. , Ahmad, M. , Srinivasula, S . M. , Fernandes -Alnemri , T . , 
Cohen, G.M. and Alnemri, E.S. 
Direct Submission 

Submitted (21-AUG-1997) Department of Microbiology and Immunology, 
Kimmel Cancer Institute, 233 S. 10th Street, Philadelphia, PA 
19107, USA 

Location/Qualifiers 

1. .900 

/organism="Homo sapiens" 

/db_xref = " taxon : 9606 " 

/ c e 1 1_ t ype = " T - lymphocy t e " 

/note="Jurkat M 

1. .900 

/gene=" TRAIL- R3 M 
1. .900 

/gene="TRAIL-R3 " 

/note= "TNFR family member; binds cytotoxic ligand TRAIL; 
antagonistic decoy receptor, does not contain death 
domain" 

/codon_start=l 

/product= M cytotoxic TRAIL receptor- 3" 

/db_xref = " PID : g2443 82 0 " 
/ translation "MQGVKERFLPLGNSGDRAPRPPDGRGRVRPRTQDGVGNHTMARI 
PKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRSEH 
TGACNPCTEG VD YTNASNNEPS CFPCTVCKSDQKHKS S CTMTRDTVCQCKEGTFRNEN 
SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPA 
AEETMNTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPA 

SSHYLSCTIVGIIVLIVLLIVFV" 



228 a 



262 c 



BASE COUNT 
ORIGIN 
Query Match 

Best Local Similarity 99.9%; 

Matches 899; Conservative 



240 g 



170 t 



76.1%; 



Score 898; DB 22; Length 900; 
Pred. No. 2.87e-262; 
0; Mismatches 1; Indels 



0 ; Gaps 0 ; 



Db 1 ATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGG 60 

I i 1 1 1 III II I II II I II II II II ! II illll MM II 1 1 1 1 1 :i 1 1 1 II 1 1 II I II 1 1 

Qy 73 ATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGG 132 



Db 61 CCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACGCAAGACGGCGTCGGGAACCATACC 12 0 

I MINI 1 1 III I! i 1 1 I 1 1 II 1 1 II 1 1! II II! 1 1 1 1 III III 1 1 II 1 1 1 I 1 1 1 II I 

Qy 133 CCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACC 192 
Db 121 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 180 

MINIMI Mill III I II III Mill MINIMI II III III II III II II Ml II I 

Qy 193 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 2 52 
Db 181 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 240 

I Ml II 1 1 1 III II ! 1 1 1 II II 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1: 1 1 III II 1 1 1 1 1 : 1 1 1 1 1 

Qy 253 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 312 
Db 241 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 3 00 

HIM I II III II I II I M II Ml 1 1 M II III 1 1 II 1 1 1 1 1 II 1 1 1 1 1 M Ml 1 1 II I 

Qy 313 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 3 72 
Db 301 GAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 360 

1 1 1 1 II ' 1 1 II 1 1 1 1 1 1 1 1 M 1 1 1 II 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 

Qy 373 GAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 432 
Db 361 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 420 

Ml II I llllll II II 1 1 1 1 1 i 1 1 1 1 M I MM I II 1 1 1 1 1 1 II 1 1 II 1 1 II 1 1 1 II I 

Qy 433 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 492 
Db 421 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 480 

I Ml II I II II 1 1 1 Ml 1 1 1 II I II I M I II II II Ml I III MM M I M 1 1 1 1 1 II 1 1 

Qy 493 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 552 
Db 481 TCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAAT 540 

! MM Mm I MM : IMIMM MIMIM IMIIIMI Mill 

Qy 553 TCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAAT 612 
Db 541 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 600 

m, MIMI MMiMMMIM I M III MIM l:'M' I MM ; 

Qy 613 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 672 
Db 601 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 660 

llllll III III llllll MM llllllllllllllll lllllll IMIIII llllllll 

Qy 673 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 732 
Db 661 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 720 

I Ml II II I II II 1 1 1 1 1 II 1 1 1 1 II II III II III 1 1 1 II I II 1 1 III 1 1 II II 1 1 1 1 

Qy 733 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 792 
Db 721 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 780 

1 1 1 1 1 1 1 1 E 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 793 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 852 
Db 781 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 840 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Qy 853 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 912 
Db 841 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 900 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 

Qy 913 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 972 




RESULT 5: Comparison to SEQ ID NO: 4 (Qy) 

LOCUS AF020502 900 bp mRNA PRI 28-SEP-1997 

DEFINITION Homo sapiens cytotoxic TRAIL receptor-3 (TRAIL-R3) mRNA, complete 
cds . 

ACCESSION AF020502 
NID g2443819 
KEYWORDS 

SOURCE human . 

ORGANISM Homo sapiens 

Eukaryotae; Metazoa; Chordata; Vertebrata; Mammalia; Eutheria; 
Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 900) 

AUTHORS MacFarlane,M. , Ahmad, M. , Srinivasula , S . M . , Fernandes - Alnemri , T . , 

Cohen, G.M. and Alnemri ,E.S. 
TITLE Identification and Molecular Cloning of Two Novel Receptors for the 

Cytotoxic ligand TRAIL 
JOURNAL J. Biol. Chem. (1997) In press 
REFERENCE 2 (bases 1 to 900) 

AUTHORS MacFarlane,M. , Ahmad, M., Srinivasula, S .M. , Fernandes -Alnemri , T . , 

Cohen, G.M. and Alnemri, E.S. 
TITLE Direct Submission 

JOURNAL Submitted (21-AUG-1997) Department of Microbiology and Immunology, 
Kimmel Cancer Institute, 233 S. 10th Street, Philadelphia, PA 
19107, USA 
FEATURES Location/Qualifiers 
source 1. .900 

/organism="Homo sapiens" 
/db_xref ="taxon: 9606" 
/cell_type="T- lymphocyte" 
/note="Jurkat" 
gene l. .900 

/gene=" TRAIL- R3 " 
CDS 1. .900 

/gene="TRAIL-R3 " 

/note="TNFR family member; binds cytotoxic ligand TRAIL; 
antagonistic decoy receptor, does not contain death 
domain" 

/codon_start=l 

/product = "cytotoxic TRAIL receptor-3" 

/db_xref ="PID:g2443 820" 
/ 1 r ans 1 a t i on = " MQGVKERFLPLGNSGDRAPRP PDGRGRVRPRTQDGVGNHTMAR I 
PKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRSEH 
TGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCTMTRDTVCQCKEGTFRNEN 
SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPA 
AEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPGTPA 

SSHYLSCTIVGI IVLIVLLIVFV" 
BASE COUNT 228 a 262 c 240 g 170 t 

ORIGIN 

Query Match 76.1%; Score 898; DB 22; Length 900; 

Best Local Similarity 99.9%; Pred. No. 2.87e-262; 

Matches 899; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 
Db 1 ATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGG 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMII 

Qy 73 ATGCAAGGGGTGAAGGAGCGCTTCCTACCGTTAGGGAACTCTGGGGACAGAGCGCCCCGG 132 



Db 61 CCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAAGACGGCGTCGGGAACCATACC 120 

I ! I I I I I I I I I I I I I II I I I I I I I I I I II I I M I I I I I I II I I I I I I I I I I I I I I I I 
Qy 133 CCGCCTGATGGCCGAGGCAGGGTGCGACCCAGGACCCAGGACGGCGTCGGGAACCATACC 192 

Db 121 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 180 

I III I II II II I M II I II I Ml M I MM MM MINI I III 1 1 II III 1 1 1 II II I 

Qy 193 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 252 
Db 181 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 240 

I M I II I II II II M I M I II II M II II II I II II II I II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 M 

Qy 253 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 312 

Db 241 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 300 

I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I II I I I I I I I I I I M I I I I I I I I I I I I I 
Qy 313 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 372 

Db 301 GAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 360 

1 1 II 1 1 II M 1 1 1 1 M II 1 1 M I II I M I II II II II 1 1 1 1 1 1 II M II 1 1 1 1 1 1 1 II 1 1 

Qy 373 GAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 432 
Db 361 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 420 

MIMMIMMIIMI IIMMMMMMMIMMMMMMMMMMIMM 

Qy 433 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 492 
Db 421 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 480 

1 1 II II 1 1 1 II II II II 1 1 II M 1 1 II M 1 1 1 II I II II 1 1 1 1 1 1 1 1 II M 1 1 1 1 1 1 II I 

Qy 493 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 552 
Db 481 TCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAAT 540 

II II II I II 1 1 1 1 II I II 1 1 M 1 1 1 1 1 1 MM I II 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 M I II 1 1 

Qy 553 TCCCCAGAGATGTGC CGGAAGTGTAGCAGGTGCC CTAGTGGGGAAGTCCAAGTCAGTAAT 612 
Db 541 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 600 

MM MINN MM II! lllllllllllllllll IIIIIIMIIMM III! Ill MM 

Qy 613 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 672 
Db 601 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 660 

M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M II I II 1 1 1 III M Ml 1 1 1 1 1 1 II 1 1 1 M 1 1 M I II 1 1 1 1 

Qy 673 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 732 
Db 661 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 720 

Ml 1 1 1 1 1 ! 1 1 1 1 M I M M 1 1 1 1 1 1 1 1 1 1 II M 1 1 ! 1 1 1 1 1 1 1 1 M 1 1 1 1 1 

Qy 733 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 792 
Db 721 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 780 

II I M I II III II II II II III 1 1 II MMIIIMI II MM III II MM II II III I 

Qy 793 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 852 
Db 781 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 840 

I M 1 1 II II 1 1 1 1 1 II I II II II 1 1 1 1 II I II Ml II 1 1 1 II 1 1 1 1 1 II I II II I II 1 1 

Qy 853 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 912 
Db 841 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 900 

MUM II Ml MM III illMIIIIIIIIMIIIIIIIIIIIII III MM III MM 

Qy 913 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 972 



RESULT 1: Comparison to SEQ ID N0:1 (Qy) 

ID 014798 PRELIMINARY; PRT; 299 AA. 

AC 014798; 

DT 01-JAN-1998 ( TREMBLREL . 05, CREATED) 

DT 01- JAN- 1998 (TREMBLREL. 05, LAST SEQUENCE UPDATE) 

DT 01-JAN-1998 (TREMBLREL. 05, LAST ANNOTATION UPDATE) 

DE CYTOTOXIC TRAIL RECEPTOR- 3. 

GN TRAIL -R3. 

OS HOMO SAPIENS (HUMAN) . 

OC EUKARYOTA ; METAZOA; CHORDATA; VERTEBRATA; TETRAPODA; MAMMALIA; 

OC EUTHERIA; PRIMATES. 

RN [1] 

RP SEQUENCE FROM N.A. 

RA MAC FAR LANE M. , AHMAD M., SRINIVASULA S.M., FERNANDES - ALNEMRI T., 

RA COHEN G.M., ALNEMRI E.S.; 

RL J. BIOL. CHEM. 0:0-0(1997). 

DR EMBL; AF020502; G2443820; 

SQ SEQUENCE 299 AA; 31759 MW; 59B93A14 CRC32; 

Query Match 100.0%; Score 1783; DB 2; Length 299; 

Best Local Similarity 100.0%; Pred. No. 5.99e-239; 

Matches 259; Conservative 0; Mismatches 0; Indels 0; Gaps 
Db 41 MARIPKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRS 100 

1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 II 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 

Qy 1 MARIPKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQRHSFKGEECPAGSHRS 60 

Db 101 EHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCTMTRDTVCQCKEGTFRNEN 16 0 

III lllllllllll MM MIMIMIIMIIIIII Mil IIIMIIMIIIIIIIIMI 

Qy 61 EHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCTMTRDTVCQCKEGTFRNEN 120 

Db 161 SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPAAE 220 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 j 1 1 1 1 1 1 1 

Qy 121 SPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVETPAAEETMNTSPGTPAPAAE 180 
Db 221 ETMNTSPGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAS SHY 280 

1 1 II II 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 II II II 1 1 1 1 1 II 1 1 1 1 II 1 1 Ml 1 1 1 1 1 1 1 

Qy 181 ETMNTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PGTPAS SHY 240 

Db 281 LSCTIVGIIVLIVLLIVFV 2 99 

Illllllllllllllllll 
Qy 241 LSCTIVGIIVLIVLLIVFV 259 



RESULT 6 
LOCUS 

DEFINITION 

ACCESSION 
NID 

KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



gene 
CDS 



BASE COUNT 
ORIGIN 



: Comparison to SEQ ID NO: 2 (Qy) 

AF012629 780 bp mRNA PRI 21-AUG-1997 

Homo sapiens antagonist decoy receptor for TRAIL/Apo-2L (TRID) 

mRNA, complete cds . 

AF012629 

g2338430 

human . 

Homo sapiens 

Eukaryotae; mitochondrial eukaryotes; Metazoa; Chordata; 
Vertebrata; Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
Homo . 

1 (bases 1 to 780) 

Pan,G., Ni,J., Wei,Y.F., Yu,G., Gentz,R. and Dixit, V.M. 
An antagonist decoy receptor and a death domain- containing receptor 

for TRAIL /W^'^ST 
Science 277 (5327) , 815-818 (19*7) 
97390508 

2 (bases 1 to 780) 

Pan,G., Ni,J., Wei,Y., Yu,G., Gentz,R. and Dixit, V.M. 
Direct Submission 

Submitted (06-JUL-1997) Pathology, University of Michigan, 1301 
Catherine Road, Room 7518, Ann Arbor, MI 48109, USA 

Location/Qualifiers 

1. .780 

/organism="Homo sapiens" 

/db_xref = " taxon : 96 06 " 

1. .780 

/gene="TRID M 

1. .780 

/gene="TRID" 

/ codon_start=l 

/product = "antagonist decoy receptor for TRAIL/Apo-2L" 

/db_xref="PID:g2338431" 
/ trans la t ion = "MARIPKTLKFVWIVAVLLPVLAYSATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTSPGTPAPAAEETMNTSPGTPAPAAEETMTTSPGTPAPAAEETMTTSPG 

TPAPAAEETMTTSPGTPASSHYLSCTIVGIIVLIVLLIVFV" 
202 a 226 c 196 g 156 t 



Query Match 66.1%; 
Best Local Similarity 100.0%; 
Matches 780; Conservative 



Score 780; DB 22; Length 780; 
Pred. No. 2.44e-225; 
0; Mismatches 0; Indels 0; 



Gaps 0 ; 



Db 

Qy 

Db 
QY 



1 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 60 

I i II i Ml Ml ■ II I li 1 1 1 1 1 II Mi Ml II I Mi 1 1 1 II 1 1 II 1 1 h i I ■ II I III II 

193 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 252 



61 



120 



GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 

II II MM 1 1 Ml I III II II II II I IIMM 1 1 1 1 1 1 II 1 1 II II I M 1 1 III II I II 

253 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 312 



Db 121 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 180 



I II II II 1 1 1 II Ml 1 1 1 1 1 1 II III II I II II I II Ml III I II 1 1 1 1 1 II 1 1 II 1 1 

Qy 313 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 372 
Db 181 GAACATACTGGAGCCTGTAACCCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 240 

II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 M II 1 1 M M I 1 1 1 1 1 1 1 M 1 1 II 1 1 1 1 1 M 1 1 1 1 M 1 1 1 

Qy 373 GAACATACTGGAGCCTGTAAC C CGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 432 
Db 241 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 300 

I I M I M II II 1 1 1 1 1 M I M II 1 1 1 1 1 II MM M I M I Ml 1 1 1 1 1 I II II 1 1 1 1 1 

Qy 433 AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 492 
Db 301 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 360 

Illlllll II I II III III III II I II I IMIMI MMIIIIM I M 1 1 1 III 1 1 1 II I 

Qy 493 TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 552 
Db 361 TC CCCAGAGATGTGCCGGAAGTGTAGC AGGTGC C CTAGTGGGGAAGTCCAAGTCAGTAAT 42 0 

I II I Ml II 1 1 1 1 1 II M II 1 1 M 1 1 1 II I M II 1 1 II M I Ml 1 1 M I I M I II M II 

Qy 553 TCCCCAGAGATGTGCCGGAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCAAGTCAGTAAT 612 
Db 421 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 480 

III MM 1 1 1 1 1 1 1 1 1 M I M II M II Ml M Ml I II M I III II M 1 1 M II M II II 

Qy 613 TGTACGTCCTGGGATGATATCCAGTGTGTTGAAGAATTTGGTGCCAATGCCACTGTGGAA 672 
Db 481 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 540 

1 1 II MIMI 1 1 1 1 II 1 1 1 III I 1 1 IM IMIMI MMIIIIM I II II I MM I MM 

Qy 673 ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 732 
Db 541 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 600 

I II 1 1 1 1 II 1 1 1 1 II I II 1 1 II II 1 1 1 M 1 1 MM 1 1 III 1 1 III I M I II II 1 1 1 1 II I 

Qy 733 GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 792 
Db 601 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 660 

IMIMIIIIIIMIIMIIIIMIIIIIIIIIMIIIIIIIMIMIIIIIIIIIIIil 

Qy 793 AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 852 
Db 661 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 72 0 

M I II II II 1 1 1 M 1 1 II 1 1 1 1 1 1 1 II II 1 1 1 1 1 1 1 1 II III II II II 1 1 1 1 1 II 1 1 

Qy 853 GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 912 
Db 721 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 780 

Illlllll III III IIIMIIMIIIIIIIIIMIIIIIIIIIIII Ml Ml III Ml II 

Qy 913 CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 972 
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: Comparison to SEQ ID NO: 4 (Qy) 

AF012629 780 bp mRNA PRI 21-AUG-1997 

Homo sapiens antagonist decoy receptor for TRAIL/Apo-2L (TRID) 

mRNA, complete cds . 

AF012629 

g2338430 

human . 

Homo sapiens 

Eukaryotae; mitochondrial eukaryotes; Metazoa; Chordata; 
Vertebrata; Mammalia; Eutheria; Primates; Catarrhini; Hominidae; 
Homo. 

1 (bases 1 to 780) 

Pan,G., Ni,J., Wei,Y.F., Yu,G., Gentz,R. and Dixit, V.M. 
An antagonist decoy receptor and a death domain- containing receptor 
for TRAIL 

Science 277 (5327), 815-818 (1997) 
97390508 

2 (bases 1 to 780) 

Pan,G., Ni,J., Wei,Y. # Yu,G., Gentz,R. and Dixit, V.M. 
Direct Submission 

Submitted (06- JUL-1997) Pathology, University of Michigan, 1301 
Catherine Road, Room 7518, Ann Arbor, MI 48109, USA 

Location/Qualif iers 

1. .780 

/organism="Homo sapiens" 

/ db_xr e f = " t axon : 9 6 0 6 " 

1. .780 

/gene="TRID" 

1. .780 

/gene="TRID M 

/codon_start=l 

/product = "antagonist decoy receptor for TRAIL/Apo-2L" 

/db_xr e f="PID:g2 338431" 
/trans 1 a t ion= " MARI PKTLKFWVI VAVLLPVLAYSATTARQEEVPQQTVAPQQQ 
RHSFKGEECPAGSHRSEHTGACNPCTEGVDYTNASNNEPSCFPCTVCKSDQKHKSSCT 
MTRDTVCQCKEGTFRNENSPEMCRKCSRCPSGEVQVSNCTSWDDIQCVEEFGANATVE 
TPAAEETMNTS PGTPAPAAEETMNTS PGTPAPAAEETMTTS PGTPAPAAEETMTTS PG 

TPAPAAEETMTT S PGTPAS SHYLS CT I VG 1 1 VL I VLL IVFV " 
202 a 226 c 196 g 156 t 



Query Match 66.1%; 
Best Local Similarity 100.0%; 
Matches 780; Conservative 



Score 78 0; DB 22; Length 780; 
Pred. No. 2.44e-225; 
0; Mismatches 0; Indels 0; 



Gaps 0 ; 



Db 1 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Qy 193 ATGGCCCGGATCCCCAAGACCCTAAAGTTCGTCGTCGTCATCGTCGCGGTCCTGCTGCCA 2 52 



Db 61 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 120 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Qy 253 GTCCTAGCTTACTCTGCCACCACTGCCCGGCAGGAGGAAGTTCCCCAGCAGACAGTGGCC 312 



Db 121 CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 180 



r 



MIMMMIIIMIMMIMIIMMMMIIMIMM! Illllllllllllllll 

CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 372 



Qy 


313 


CCACAGCAACAGAGGCACAGCTTCAAGGGGGAGGAGTGTCCAGCAGGATCTCATAGATCA 


372 


Db 


181 


GAACATACTGGAGCCTGTAACC CGTGCACAGAGGGTGTGGATTACACCAACGCTTC CAAC 


240 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


373 


GAACATACTGGAGC CTGTAAC CCGTGCACAGAGGGTGTGGATTACACCAACGCTTCCAAC 


432 




*"> A 1 

241 


AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 


300 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Qy 


433 


AATGAACCTTCTTGCTTCCCATGTACAGTTTGTAAATCAGATCAAAAACATAAAAGTTCC 


492 


UD 




l tai_A(_CAl IjAui~AvjAVjALAUA(j 1 GTGTCAGTGTaaAGAAGGCACCTTCCGGAATGAAAAC 


360 






1 II! IIIIMMIIMMIII MM! IIIIIIIIIIIIMII MIMIl MM IIMIII 




Qy 


493 


TGCACCATGACCAGAGACACAGTGTGTCAGTGTAAAGAAGGCACCTTCCGGAATGAAAAC 


552 


UD 


lei 
j b X 


1 L L ACjAUAT(jTCjI-L(j(jAAGTGTAGCAGGTGCCCTAGTGGGGAAGTCCaAGTCAGTaAT 


420 






1 M 1 1 II 1 1 1 1 1 1 1 1' 1 1 1 1 ! 1 1 1 II 1 1 1 1 1 1 III 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II M 1 1 




Qy 


553 


tccccagagatgtgccggaagtgtagcaggtgccctagtggggaagtccaagtcagtaat 


612 


DO 




tgtacgtcctgggatgatatccagtgtgttgaagaatttggtgccaatgccactgtggaa 


480 






M 1 1 M M 1 II II 1 1 1 M 1 1 1 1 II II 1 1! II 1 1 1 II M 1 1 M 1 M 1 1 M 1 M 1 M II II 1 




Qy 


613 


tgtacgtcctgggatgatatccagtgtgttgaagaatttggtgccaatgccactgtggaa 


672 


nU 
UD 


4Q1 


ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 


540 






1 IIMIII III II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 M II MM III MM MINIM 




Qy 


673 


ACCCCAGCTGCTGAAGAGACAATGAACACCAGCCCGGGGACTCCTGCCCCAGCTGCTGAA 


732 


nh 


J *± J. 


o/iijAV- am i. uiiAUiL Aur LAuubAL i 1 laUCLC-ACjC 1 CjC rtjAAGAGACAATGACCACC 


600 






1 1 1 1 1 M i 1 1 1 i 1 1 1 1 1 1 1 [ 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 II 1 1 1 1 llllllllllllll 




Qy 


733 


GAGACAATGAACACCAGCCCAGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACC 


792 






Ata\-t^Hj(jta(aAL 1 LCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 


660 






II II 1 1 1 II II II II II II 1 1 M 1 1 1 II 1 II II 1 1 1 II 1 1 1 1 1 II 1 1 II 1 II 1 1 II 1 1 II 

| ■■ || frill || | llfl llllltl 




Qy 


793 


AGCCCGGGGACTCCTGCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCT 


852 


Db 


661 


GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 


720 






1 IIMIII llllll 1 III Mill II 1 1 1 1 1 1 1 E 1 1 1 1 MM III Mill III MM MM 




Qy 


853 


GCCCCAGCTGCTGAAGAGACAATGACCACCAGCCCGGGGACTCCTGCCTCTTCTCATTAC 


912 


Db 


721 


CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 


780 






MIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 




Qy 


913 


CTCTCATGCACCATCGTAGGGATCATAGTTCTAATTGTGCTTCTGATTGTGTTTGTTTGA 


972 



